Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Open AccessR E S E A R C H A R T I C L EResearch articleSaliva Ontology: An ontology-based framework for a Salivaomics Knowledge Base Jiye Ai†1, Barry Smith†2 and David T Wong*†1 Abstract Background: The Salivaomics Knowledge Base (SKB) is designed to serve as a computational infrastructure that can permit global exploration and utilization of data and information relevant to salivaomics. SKB is created by aligning (1) the saliva biomarker discovery and validation resources at UCLA with (2) the ontology resources developed by the OBO (Open Biomedical Ontologies) Foundry, including a new Saliva Ontology (SALO). Results: We define the Saliva Ontology (SALO; http://www.skb.ucla.edu/SALO/) as a consensus-based controlled vocabulary of terms and relations dedicated to the salivaomics domain and to saliva-related diagnostics following the principles of the OBO (Open Biomedical Ontologies) Foundry. Conclusions: The Saliva Ontology is an ongoing exploratory initiative. The ontology will be used to facilitate salivaomics data retrieval and integration across multiple fields of research together with data analysis and data mining. The ontology will be tested through its ability to serve the annotation ('tagging') of a representative corpus of salivaomics research literature that is to be incorporated into the SKB. Background Saliva (oral fluid) is an emerging biofluid for non-invasive diagnostics used in the detection of human diseases. The need to advance saliva research is strongly emphasized by the National Institute of Dental and Craniofacial Research (NIDCR), and is included in the NIDCR's 20042009 expert panel long-term research agenda [1]. The ability to monitor health status, disease onset, progression, recurrence and treatment outcome through noninvasive means is highly important to advancing health care management. Saliva is a perfect medium to be explored for personalized individual medicine including diagnostics, offering a non-invasive, easy to obtain means for detecting and monitoring diseases. Saliva testing potentially allows the patient to collect their own saliva samples at home, yielding convenience for the patient and savings in health costs, and facilitating multiple sampling. Specimen collection is less objectionable to patients and easier in children and elderly individuals. Due to these advantages, finding biomarkers in saliva for the detection of serious illnesses such as cancers has been on the national healthcare agenda for several years, and the National Cancer Institute has accordingly recognized saliva as a promising source for cancer biomarkers [2]. A mandate in the Government Performance Report Act (GPRA) report is that by year 2013 proof of principle will be obtained for the ability of saliva to monitor health and diagnose one systemic disease [3]. For the past six years the UCLA salivaomics research group has developed proteome, transcriptome, microRNA, metabolome, genome, microbiome, and point-of-care salivary diagnostic technologies. These research resources have proved highly valuable to basic and translational research groups around the world. Sjögren's syndrome (SS) is an autoimmune disease that affects exocrine tissues, especially salivary glands and lacrimal glands. The autoimmune-mediated damage of the salivary and lacrimal glands leads to a decrease in the production of saliva and tears and to the development of dry mouth and dry eyes. Without the lubricating and protective functions of saliva and tears, the oral and ocular surfaces are subject to infections and discomfort leading to significantly reduced quality of life. The disease can present either as primary Sjögren's syndrome (pSS), when * Correspondence: dtww@ucla.edu 1 University of California at Los Angeles School of Dentistry and Dental Research Institute, 73-017 Center for Health Sciences, 10833 Le Conte Avenue, University of California, Los Angeles, CA 90095-1668 USA † Contributed equally Full list of author information is available at the end of the article© 2010 Ai et al; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and reproduction in any medium, provided the original work is properly cited. Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 2 of 8no other autoimmune diseases are present, or as secondary Sjögren's syndrome (sSS), which involves co-presence of some other autoimmune diseases. Sjögren's syndrome is one of the most common autoimmune disorders in the US, with an estimated prevalence of ~4 million people, affecting primarily women (in a ratio of 9 to 1). In addition, pSS patients have a 40-fold higher risk of developing malignant lymphoma than the general population. The rapid development and maturity of the genomics field has led to the emergence of other omics studies, such as proteomics and transcriptomics, which are now being implemented widely in studies of human disease. Clearly, mining the data from multiple omics studies can provide deeper insight into the workings of biological systems than can be obtained from any single omics study. Omics databases such as PharmGKB (the Pharmacogenomics Knowledge Base [4]) and EPO-KB (the Empirical Proteomic Ontology Knowledge Base [5]) serve as important resources for the emerging discipline of systems biology as applied to the understanding of pathogenesis in humans and in model organisms. However, systematic management and analysis, and above all the integration, of omics datasets remains challenging, and the problems are compounded when these datasets need to be integrated with data of other sorts, including diagnostic data obtained by clinicians. As a computational and informatics infrastructure that can permit global exploration and utilization, the Salivaomics Knowledge Base (SKB) is being created by aligning (1) the saliva biomarker discovery and validation resources at UCLA with (2) the ontology resources developed by the OBO (Open Biomedical Ontologies) Foundry [6], including the new Saliva Ontology (SALO) that is described in this communication. The Salivaomics Knowledge Base (SKB; http:// www.skb.ucla.edu/) is a data repository, management system and web resource constructed to support human salivary proteomics, transcriptomics, miRNA, metabolomics and microbiome research. The SKB will provide the first web resource dedicated to salivary omics studies and will contain the data and information needed to explore the biology, diagnostic potentials, pharmacoproteomics and pharmacogenomics of human saliva. At the same time it will allow a systems approach to the utilization of salivary diagnostic technology for personalized medicine applications. It has an effective information retrieval system and carefully designed data format and employs an open data model. Figure 1 shows the SKB's three-tier service oriented architecture with a Data Layer, Ontology Layer and Interface Layer. Results and Discussion We are creating the Saliva Ontology (SALO; http:// www.skb.ucla.edu/SALO/) as a consensus-based controlled vocabulary of terms and relations dedicated to salivaomics and to saliva-related diagnostics. Figure 2 displays a fragment of SALO in its current form. SALO The Saliva Ontology (SALO) is being created through cross-disciplinary interaction between saliva experts, protein experts, diagnosticians, and ontologists. To aid development and testing of SALO, we are incrementally developing a corpus of saliva-relevant literature in SKB to assist in identifying core terms, synonyms and definitions for inclusion within the ontology, and to provide examples of usage and links between SALO content and the corresponding items through their PubMed identifiers. In this way a growing body of semantically enhanced web-enabled literature will be created within the SKB to support future research. Additional resources upon which we will draw in populating and validating SALO will include the results of experiments in dataand textmining using the ontology, and cross-linking to existing ontologies and terminology resources involving treatment of saliva-relevant phenomena. We will also identify and represent within SALO relationships to saliva-relevant types represented in ontologies such as Gene Ontology (GO) [7], the Protein Ontology (PRO) [8], Ontology for Biomedical Investigations (OBI) and Chemical Entities of Biological Interest (CHEBI) [9] and also provide links to corresponding SNOMED CT terms where availFigure 1 The SKB architecture. The SKB is based on a three-layer architecture. Data sources are stored in the data layer. In the ontology layer data elements from these data sources are mapped to nodes in controlled vocabularies. The interface layer allows query, browsing and submission. For instance, the interface layer receives user requests, submits queries to the data layer through the ontology layer and obtains corresponding results. The three layers connect data from consumers (users submitting query) with data providers (data sources) via ontologies. Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 3 of 8able. To facilitate the maintenance of SALO and its use in literature curation, text-mining tools such as GATE http:/ /gate.ac.uk/ and the Python Natural Language Toolkit are being used. SALO will be a public domain resource and entirely web-based. Each term in the ontology will have its own URL which will point to a webpage providing definitions, PubMed sources, references to annotations in SKB and to external databases. The goal of the SKB is then to integrate, store, organize and manage all saliva-relevant experimental data annotated and connected through SALO and its associated ontologies. SKB will include also data about saliva-related experiments, which will be captured using the Ontology for Biomedical Investigations (OBI) in tandem with the SALO ontology. SALO Development In order to build on the solid foundations of prior work on biomedical ontologies and on the associated software tools and ontology application techniques, we will work with the Open Biomedical Ontologies (OBO) Foundry, and with the developers of OBO ontologies such as GO, PRO, CHEBI, and OBI in order to ensure conformity with current best practices and to guarantee non-redundant development. We follow the principles of the OBO Foundry in constructing SALO in order to ensure that SALO is semantically interoperable with the other OBO ontologies[6]. Salivaomics Standard Literature Corpus We have access to full-text articles of the biomedical journals from PubMed until 2009 and are using these as our primary resource in creating the Salivaomics Standard Literature Corpus (draft version here: http:// www.skb.ucla.edu/SSLC/). First we created a list of representative saliva literature items in collaboration with the following scientific leaders (in alphabetical order by last name) in saliva research: Arie V. Nieuw Amerongen (Free University and University of Amsterdam, The Netherlands) Bruce Baum (National Institutes of Health/NIDCR) William Giannobile (University of Michigan) James Melvin (University of Rochester) Nelson Rhodus (University of Minnesota) Charles Streckfus (The University of Texas Health Science Center at Houston) Arjan Vissink (University Medical Center Groningen, The Netherlands) Stephen Wotman (Case Western Reserve University) Chih-Ko Yeh (University of Texas Health Science Center at San Antonio). 31 literature items for inclusion were then selected on the basis of numbers of citations. Some of the articles in the corpus are specifically related to the Sjögren's syndrome test-case. This corpus now forms a constituent part of the SKB, where the SALO ontology, in tandem with GO, PRO and other ontologies, is being applied to create semantically enhanced versions of the initially selected representative articles through a process of manual curation. In an interesting positive feedback effect, the process of annotating the corpus will in addition bring benefits to the process of development of the SALO ontology itself, Figure 2 A fragment of SALO in its current form. Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 4 of 8since it will help us to identify gaps in the ontology discovered in the process of curation. Where an expression that is relevant to saliva research is used in the corpus but is not already present in SALO, a new ontology term will be proposed and then either added to SALO or submitted to one of the other relevant ontologies for inclusion. In this way, the comprehensiveness of SALO can be incrementally achieved relative to the state of the art in salivaomics research at any given stage, and in a way which ensures the alignment of SALO with other major ontologies. In addition to the manual curation of the saliva corpus, we are also using text-mining algorithms to the 23,467 PubMed articles identified as containing occurrences of the term "saliva" in their title or abstract. Specifically we are applying information extraction algorithms for segmentation, part-of-speech tagging, semantic labelling, and entity and relation chunking recognition to these articles. Figure 3 displays the result of entity chunking recognition applied to the text of one sample article. This strategy, too, will identify additional terms needed in the Saliva Ontology or in the related ontologies with which SALO must interoperate. We will thus pursue both manual and automatic processes for annotating the literature in our corpus, amending SALO incrementally, and also submitting necessary amendment requests to related ontologies as we proceed. SALO Resources The Saliva Ontology consists of both hierarchical (is_a) structures supporting saliva-domain taxonomies and additional relationships (such as part_of, derives_from, has_function) taken from the OBO Relation Ontology [10]. Figure 4 illustrates some illustrative examples of links between SALO and other ontologies. SALO is a formal ontology created using the W3C standard Ontology Web Language (OWL 2.0). The public release OWL versions of the ontology will be published in the NCBO BioPortal. For quality assurance and dissemination purposes, parallel versions will be created (using standard conversion software) in the OBO format that is used by the GO Consortium and still favored by many biologists. These OBO versions will be submitted for inclusion in the OBO ontology library. SALO will employ the OBO Foundry principles http:// www.obofoundry.org/crit.shtml in its development. This will help to ensure that the ontology is open, well-documented, specific to the domain (saliva, including salivaomics), and that it works well with other biomedical ontologies. The principles require that both logical and natural language definitions are provided for each term in the ontology, and also that links between terms are asserted using relational expressions which have been logically defined in a way to the OBO Relation Ontology [10]. Cross-ontology reasoning is thereby supported by the definitional structure of the ontologies involved. Ontology of the Salivary Markers for Sjögren's Syndrome (SS) SALO will be tested specifically in light of its capacity to meet the ontology needs for managing data derived from research on the use of a salivary genetic marker for Sjögren's syndrome (SS). In results of a complete screening for the TRIM21 gene in patients with primary SS are presented [11], together with results of a gene association study. A single-nucleFigure 3 A result of entity chunking recognition for the text of one sample article. Figure 4 Links between SALO and other ontologies. Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 5 of 8otide polymorphism (SNP) in intron 3 was found to be strongly associated with the presence of anti-Ro 52 kd autoantibodies in primary SS. SS-relevant portions of our ontology will be validated through our work on annotation of representative research literature on Sjögren's syndrome (including Sjögren's Syndrome Knowledge Base http:// sskb.umn.edu/), through our research on the SS-A protein and on the TRIM21 gene. Figure 5, illustrates some of the relations involved in a saliva-specific genetic marker for Sjögren's syndrome. The end-result of this work is two-fold: (1) A better understanding of relationships between diseases and multiple biomarkers because more useful information can be obtained based on the ontology annotation and classification. (2) A better aid for data interpretation, analysis and mining through the ontology annotation. Conclusions Saliva Ontology is an ongoing exploratory initiative. The ontology is being constructed to interoperate with the Gene Ontology (GO), the Protein Ontology (PRO), the CHEBI Small Molecule Ontology and other standard ontology and terminology resources, including SNOMED CT. The ontology will be used to facilitate salivaomics data retrieval and integration across multiple fields of research together with data analysis and data mining. The ontology will be tested through its ability to serve the semantic enhancement of a representative corpus of salivaomics research literature that is to be included in the SKB. Methods Ontology is the science of what is, of the kinds and structures of objects, properties, events, processes and relations in every area of reality [12]. As applied in the biomedical domain, ontology plays a key role in providing consensus-based controlled vocabularies serving the consistent annotation of biological and medical data and information, most conspicuously within the framework of the Gene Ontology (GO) [7] and now of its sister ontologies within the Open Biomedical Ontologies Foundry http://obofoundry.org. We believe that an approach to the analysis of saliva in terms of a controlled structured vocabulary and a common set of measurement data elements developed along OBO Foundry lines can provide a cost-effective approach to support the coordinated screening of large populations in such a way as to yield data that is capable of being aggregated for statistical purposes and for example in the context of metaanalysis. Currently, ontologies support data integration primarily through data annotation (or 'tagging'), including the annotation of data reported in the peer-reviewed scientific literature [13]. While the value of such data annotation has been demonstrated in molecular and model organism biology and in the analysis of gene expression data [14-16], the potential of ontology-based annotation in the clinical domain has been largely unrealized due to limitations in current ontology development practices, including: 1. Most ontologies consist of only a few well-defined relations, primarily the is_a (e.g. heart is_a organ) and part_of (e.g. aortic valve part_of heart) relations, and they only relate terms within a single taxonomy [17,18]. This results in an inability to capture higher levels of biological complexity. 2. Most ontologies and terminology artifacts lack a sound logical underpinning, rest on mixed modes of classification and inadequate formal definitions, resulting in an inability to support sophisticated computation [19-24]. To address these and related shortfalls, the OBO Foundry was created in 2006 by a group of developers of OBO ontologies on the basis of an evolving set of principles designed to foster the creation of an evolving set of best practice in ontology development. The first list of ontologies satisfying OBO Foundry peer review was released in April 2010. OBO ontologies are designed to represent in an interoperable fashion the biomedical reality from which data are sampled. Their development within the framework of a common top-level ontology (Basic Formal Ontology [25]) and consistent employment of a common set of relations [10] allows Foundry ontologies to be used together as interoperable modules within an evolving larger network. The relations themselves are Figure 5 Relations involved in a saliva-specific genetic marker for Sjögren's syndrome. Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 6 of 8formalized in such a way as to ensure support for sophisticated computation both within and across ontologies [10]. We capitalize on and contribute to the OBO Foundry initiative in this work. One important element therein is the distinction between reference and application ontologies. [26]. The former correspond in medicine to the basic biomedical sciences such as anatomy and physiology. The latter correspond to the clinical specialisms and sub-specialisms, for example pediatric surgery or radiation oncology. Just as the clinical specialisms draw on the methods, theories and terminologies of the basic biomedical sciences for a variety of purposes, including the education of clinicians and the formulation of clinical research hypotheses, so, within the OBO Foundry framework, application ontologies draw on reference ontologies to serve as feeders of lexically more simple terms (such as 'protein' or 'disease') to be used in the construction of the more specialized compound terms by which the application ontologies are composed. SALO is in this sense an application ontology. It draws primarily on four reference ontologies Protein Ontology (PRO), Gene Ontology (GO), Chemical Entities of Biological Interest (CHEBI) and Ontology for Biomedical Investigations (OBI) which are described in more detail below. All terms in SALO, other than those created anew because they relate specifically to the SALO domain, will as far as possible be derived from the mentioned sources. Thus for example all protein terms in SALO will be taken from the Protein Ontology. Where PRO does not have the needed terms, then requests for inclusion of these terms in PRO will be submitted to the PRO tracker [8]. The Protein Ontology (PRO) The Protein Ontology Consortium, led by researchers affiliated with the Universal Protein Knowledgebase (UniProt, http://www.pir.uniprot.org/), developed the PRO framework [8] with two axes of classification, based, respectively, on the protein structural units of domains, and on full-length protein sequences and their modifications. This second axis represents the various protein entities (such as splice variants, cleavage products) that can derive from a single gene. Because proteins themselves are combinations of domains with additional sequence, the two axes of classification are related via the has_part relation. We are collaborating with PRO's developers in the curation of those sections of PRO relating to those proteins which are of primary interest to the saliva domain. We will also participate in PRO dissemination activities in order to expand the community of users of both SALO and SKB. The Gene Ontology (GO) The Gene Ontology (GO) project is a collaborative effort to develop and use ontologies to support biologically meaningful annotation of genes and their products in a wide variety of organisms. Major model organism databases and other bioinformatics resource centers contribute to the project [27]. The GO provides a systematic language for the consistent description of attributes of genes and gene products in three key biological domains that are shared by all organisms: molecular function, biological process and cellular component. GO's value derives in large part from the fact that it has been utilized for the systematic annotation by trained biologist-curators of experimental results pertaining to multiple species of organisms and communicated in the peer-reviewed scientific literature. Some 50,000 journal articles have been annotated in this way, and their content has thereby been made accessible to computer-aided discovery. We will collaborate with GO's developers in the curation of those sections of GO relating to gene products of primary interest to the saliva domain. Chemical Entities of Biological Interest (CHEBI) Chemical Entities of Biological Interest (CHEBI) is a freely available ontology of molecular entities focused on 'small' chemical compounds. The molecular entities in question are either natural products or synthetic products used to intervene in the processes of living organisms. Genome-encoded macromolecules (nucleic acids, proteins and peptides derived from proteins by cleavage) are not as a rule included. In addition to molecular entities, CHEBI contains what are called 'groups' (parts of molecular entities) and classes of entities. CHEBI includes an ontological classification whereby the relationships between molecular entities or classes of entities and there is_a parents and children are specified. CHEBI is available online at http://www.ebi.ac.uk/chebi/[9]. We will collaborate with CHEBI's developers in the curation of those sections of CHEBI relating to the chemical compounds of primary interest in the saliva domain. Ontology for Biomedical Investigations (OBI) The Ontology for Biomedical Investigations (OBI) addresses the need for controlled vocabularies to support integration of experimental data, a need originally identified in the transcriptomics domain by the Microarray Gene Expression Data Society (MGED), which developed the MGED Ontology as an annotation resource for microarray data. In response to the recognition of convergent needs in areas such as protein and metabolite characterization, this effort was broadened to become what was initially known as FuGO (Functional Genomics Investigation Ontology) the ontology associated with the FUGE (Functional Genomics Experiment) data model [28]. The coverage of FuGO was then further expanded in 2006 to include clinical trials and epidemiological studies, biomedical imaging and a variety of further experimentation domains, to become what is today OBI, an ontology Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 7 of 8designed to serve the coordinated representation of designs, protocols, instrumentation, materials, processes, data and types of analysis in all areas of biological and biomedical investigation. Twenty five groups are now involved in building OBI, deriving from all areas of omics research, and the Foundry discipline, including the BFO (Basic Formal Ontology) top-level framework, has proven essential to its distributed development [6]. OBI is used in our work as a source for ontological representation of biomarkers and related terms pertaining to sample collection and to diagnostic and experimental uses of saliva, as well as to associated protocols, instrumentation, statistical methods, and so forth. SNOMED CT Since SALO is designed for use in support of clinical research and treatment, it is important that it be aligned as closely as possible with the SNOMED® Systematized Nomenclature of Medicine, which is designed to provide the terminology needed to code the entire medical record. The current version of SNOMED is SNOMED CT (for 'Clinical Terms'), which is maintained by the International Health Terminology Standards Development Organization (IHTSDO) in Copenhagen. At its simplest, SNOMED CT is a controlled vocabulary of expressions used in healthcare reporting, as for example in an electronic health record. 'Controlled' means that the content of the terminology is designed to provide a wellmanaged non-redundant set of codes and associated expressions to ensure consistency of clinical coding. Quality assurance procedures are in place, which are designed to ensure that the terminology is structurally sound, biomedically accurate and consistent with current practice. Unfortunately, while SNOMED is built around an evolving core vocabulary that is largely the work of the College of American Pathologists (CAP), it has been subjected at different times to various different sorts of combinations with other terminological resources, deriving mainly from the UK. The result is that, even after considerable efforts on the part of the new IHTSDO organization, SNOMED remains a terminology resource that is marked by multiple redundancies and associated inconsistencies of coding [29]. It is for this reason that we did not utilize SNOMED content in constructing SALO, but rather are working to ensure alignment between SNOMED CT and the results of our work on the Saliva Ontology by incorporating SNOMED CT terms where needed. At the same time, we will submit all clinically relevant new saliva-related terminology content created within the SALO framework to the IHTSDO Content Committee with a recommendation for inclusion for inclusion in future versions of SNOMED CT. Saliva and Ontology No dedicated ontology has thus far been defined in direct relation to oral biological fluids [30], and the treatment of saliva in ontology and terminology resources has thus been insufficient for purposes of saliva research. SNOMED CT returns 39 records for the search term 'saliva', including 'saliva (substance)', 'normal saliva (finding), and 'saliva-induced contact dermatitis (disorder)'. Saliva (substance) is asserted in the SNOMED CT concept hierarchy to be a digestive system fluid, which is in turn a body fluid. In The Foundational Model of Anatomy ontology (FMA), saliva is a subordinate of portion of secreted substance; no definition is provided [17]. Given the intention of the IHTSDO to align the SNOMED treatment of anatomy (including bodily substances) with that of the FMA, and given our existing collaboration with both the IHTSDO editorial community and the FMA's developers, we will work with both communities to create, through SALO, a more detailed representation of the ontology of this bodily fluid that is optimized to meet the needs of both the clinical diagnostic community and the cross-disciplinary community of omics researchers. Results similar to those obtained from the analysis of SNOMED apply also to other terminology resources. The Cyc ontology (which contains hundreds of thousands of terms in all domains) [31], defines Saliva is: A Type of: bodily secretion and liquid, whereby it is asserted merely that it is: An Instance of tangible stuff type. In WordNet, saliva is defined as a clear liquid secreted into the mouth by the salivary glands and mucous glands of the mouth; it is asserted that saliva moistens the mouth and starts the digestion of starches [32]. Authors' contributions JA, BS and DTW conceived of the study; JA and BS designed the ontology; JA, BS and DTW drafted the manuscript. All authors made equal contributions to and read and approved the final manuscript. Acknowledgements This work was supported by the US National Institutes of Health under grant number U01DE016275, U01DE017790 and U54HG004028. We are grateful to Alan Ruttenberg (coordinating editor of the OBO Foundry) for his help in the review of the SALO. Author Details 1University of California at Los Angeles School of Dentistry and Dental Research Institute, 73-017 Center for Health Sciences, 10833 Le Conte Avenue, University of California, Los Angeles, CA 90095-1668 USA and 2Department of Philosophy, 135 Park Hall, University at Buffalo, Buffalo, NY 14260 USA References 1. The NIDCR Expert Panels in long-term research agenda for the Period 2004-2009 [http://www.nidcr.nih.gov/Research/ResearchPriorities/ ExpertPanelsOnScientificOpportunities/ PanelOnGenomicsAndProteomics.htm] Received: 7 January 2010 Accepted: 3 June 2010 Published: 3 June 2010 This article is available from: http://www.biomedcentral.com/1471-2105/11/302© 2010 Ai et al; licens e BioMed Central Ltd. is an Open Acce s article distributed under th terms of the Creative Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and reproduction in any medium, provided the original work is properly cited.BMC Bioinformati s 2010, 11:302 Ai et al. BMC Bioinformatics 2010, 11:302 http://www.biomedcentral.com/1471-2105/11/302 Page 8 of 82. Phillips C: Rinse and spit: saliva as a cancer biomarker source. NCI Cancer Bulletin 2006:3-5. 3. FY 2008 NIH Annual Performance Report [http:// nihperformance.nih.gov/NR/rdonlyres/35C6BF35-688F-405E-94FEE58BDFA80679/11369/ FY08_Annual_Performance_Report__NIH_Final.pdf] 4. Klein T, Altman RB: PharmGKB: the pharmacogenetics and pharmacogenomics knowledge base. Pharmacogenomics J 2004, 4:1. 5. Lustgarten JL, Kimmel C, Ryberg H, Hogan W: EPO-KB: A searchable knowledge base of biomarker to protein links. Bioinformatics 2008, 24:1418-1419. 6. Smith B, Ashburner M, Rosse C, Bard J, Bug W, Ceusters W, Goldberg LJ, Eilbeck K, Ireland A, Mungall CJ, OBI Consortium, Leontis N, Rocca-Serra P, Ruttenberg A, Sansone SA, Scheuermann RH, Shah N, Whetzel PL, Lewis S: The OBO Foundry: coordinated evolution of ontologies to support biomedical data integration. Nature Biotechnology 2007, 25:1251-1255. 7. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, Davis AP, Dolinski K, Dwight SS, Eppig JT, Harris MA, Hill DP, Issel-Tarver L, Kasarskis A, Lewis S, Matese JC, Richardson JE, Ringwald M, Rubin GM, Sherlock G: Gene Ontology: tool for the unification of biology. Nat Genet 2000, 25:25-29. 8. Natale DA, Arighi CN, Barker WC, Blake J, Chang TC, Hu Z, Liu H, Smith B, Wu CH: Framework for a protein ontology. BMC Bioinformatics 2007, 8(Suppl 9):S1. 9. Degtyarenko K, de Matos P, Ennis M, Hastings J, Zbinden M, McNaught A, Alcántara R, Darsow M, Guedj M, Ashburner M: CHEBI: a database and ontology for chemical entities of biological interest. Nucleic Acids Res 2008, 36:D344-350. 10. Smith B, Ceusters W, Klagges B, Köhler J, Kumar A, Lomax J, Mungall C, Neuhaus F, Rector AL, Rosse C: Relations in biomedical ontologies. Genome Biol 2005, 6(5):R46. 11. Nakken B, Jonsson R, Bolstad AI: Polymorphisms of the Ro52 gene associated with anti-Ro 52-kd autoantibodies in patients with primary Sjögren's syndrome. Arthritis Rheum 2001, 44:638-646. 12. Smith B: Ontology. In Blackwell Guide to the Philosophy of Computing and Information Edited by: Floridi L. Oxford: Blackwell; 2003:155-166. 13. Barrell D, Dimmer E, Huntley RP, Binns D, O'Donovan C, Apweiler R: The GOA database in 2009--an integrated Gene Ontology Annotation resource. Nucleic Acids Research 2009, 37:D396-D403. 14. Vêncio RZ, Koide T, Gomes SL, Pereira CA: BayGO: Bayesian analysis of ontology term enrichment in microarray data. BMC Bioinformatics 2006, 7:86. 15. Khatri P, Sellamuthu S, Malhotra P, Amin K, Done A, Draghici S: Recent additions and improvements to the Onto-Tools. Nucleic Acids Res 2005, 33:W762-5. 16. Lee JA, Sinkovits RS, Mock D, Rab EL, Cai J, Yang P, Saunders B, Hsueh RC, Choi S, Subramaniam S, Scheuermann RH, Alliance for Cellular Signaling: Components of the antigen processing and presentation pathway revealed by gene expression microarray analysis following B cell antigen receptor (BCR) stimulation. BMC Bioinformatics 2006, 7:237. 17. Rosse C, Mejino JVL: A reference ontology for biomedical informatics: the Foundational Model of Anatomy. J Biomed Inform 2003, 36:478-500. 18. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, Davis AP, Dolinski K, Dwight SS, Eppig JT, Harris MA, Hill DP, Issel-Tarver L, Kasarskis A, Lewis S, Matese JC, Richardson JE, Ringwald M, Rubin GM, Sherlock G: Gene ontology: tool for the unification of biology. The Gene Ontology Consortium. Nat Genet 2000, 25(1):25-9. 19. Smith B, Williams J, Schulze-Kremer S: The ontology of the Gene Ontology. Proc AMIA Symp 2003:609-13. 20. Smith B, Köhler J, Kumar A: On the application of formal principles to life science data: a case study in the Gene Ontology. DILS 2004: Data Integration in the Life Sciences. Lecture Notes in Computer Science 2994 2004:124-139. 21. Kumar A, Smith B: The Unified Medical Language System and the Gene Ontology. KI 2003: Advances in Artificial Intelligence (Lecture Notes in Artificial Intelligence 2821) 2003:135-48. 22. Köhler J, Munn K, Rüegg A, Skusa A, Smith B: Quality control for terms and definitions in ontologies and taxonomies. BMC Bioinformatics 2006, 7:212. 23. Smith B, Kumar A: On controlled vocabularies in bioinformatics: a case study in the Gene Ontology. BioSilico: Inform Technol Drug Discovery 2004, 2:246-252. 24. Smith B, Rosse C: The role of foundational relations in the alignment of biomedical ontologies. In Proceedings Medinf 2004 Amsterdam: IOS Press; 2004:444-448. 25. Grenon P, Smith B, Goldberg L: Biodynamic ontology: applying BFO in the biomedical domain. In Ontologies in Medicine Amsterdam IOS Press; 2004:20-38. 26. Courtot M, Gibson F, Lister A, Malone J, Schober D, Brinkman R, Ruttenberg A: MIREOT: the Minimum Information to Reference an External Ontology Term. Proceedings of International Conference on Biomedical Ontology. Nature Precedings 2009. 27. The Gene Ontology Consortium: The Gene Ontology project in 2008. Nucleic Acids Res 2008, 36:D440-444. 28. Jones AR, Miller M, Aebersold R, Apweiler R, Ball CA, Brazma A, Degreef J, Hardy N, Hermjakob H, Hubbard SJ, Hussey P, Igra M, Jenkins H, Julian RK Jr, Laursen K, Oliver SG, Paton NW, Sansone SA, Sarkans U, Stoeckert CJ Jr, Taylor CF, Whetzel PL, White JA, Spellman P, Pizarro A: The Functional Genomics Experiment model (FuGE): an extensible framework for standards in functional genomics. Nat Biotechnol 2007, 25:1127-1133. 29. Smith B, Brochhausen M: Putting Biomedical Ontologies to Work. Methods of Information in Medicine in press. 30. Lisacek F, Hoogland C, Lescuyer P, Hochstrasser DF, Appel RD: Using bioinformatic resources in the proteomic analysis of biological fluids. PROTEOMICSClinical Applications 2007, 1(8):900-915. 31. Matuszek C, Cabral J, Witbrock M, DeOliveira J: An Introduction to the Syntax and Content of Cyc. Proceedings of the 2006 AAAI Spring Symposium on Formalizing and Compiling Background Knowledge and Its Applications to Knowledge Representation and Question Answering, Stanford, CA 2006. 32. Miller GA: WordNet: a lexical database for English. Commun ACM 1995, 38(11):39-41. doi: 10.1186/1471-2105-11-302 Cite this article as: Ai et al., Saliva Ontology: An ontology-based framework for a Salivaomics Knowledge Base BMC Bioinformatics 2010, 11: